ABSTRACT Salmonella enterica (non-Typhi) is one of the top five pathogens causing enteric infections worldwide. Draft whole-genome sequences of multidrugresistant (MDR) Salmonella enterica serovar I 4, [5] ,12:i:Ϫ isolates from swine tissue samples collected at slaughter were evaluated for antimicrobial resistance genotypes. In recent years, Salmonella enterica serovar I 4, [5] ,12:i:Ϫ has increased in prevalence in humans and animals and has been linked to the consumption of contaminated pork.
Cary, NC). Whole-genome sequencing libraries were prepared using Nextera XT library preparation kits (Illumina, San Diego, CA) with a fragment length of 600 bp and sequenced on the Illumina MiSeq platform using MiSeq reagent kits v3 with 2 ϫ 300-bp paired-end reads. Default parameters were used for all bioinformatics software unless otherwise specified. FastQC v0.11.07 was used to assess the quality of the raw Illumina reads and determine the total number of reads generated (10) . Trimmomatic v0.36 was used to remove adapter/primer sequences, low-quality bases, and reads with a quality threshold of 3 for reading and trailing, using the following parameters: 4:15 SLIDING-WINDOW, minimum length of 36 bases, and a Phred quality score of 33 (11) . The genomes were assembled using the de novo assembler SPAdes v3.5 (12) , and the quality of assembly was evaluated using QUAST (v4.6) (13). Resistance genes were found using the raw sequencing data in ResFinder (v3.0) (14) . The National Center for Biotechnology Information (NCBI) Prokaryotic Genome Annotation Pipeline (PGAP) was TEM-1 , strA, strB, sul2, and tet(B) , commonly known as the ampicillin, streptomycin, sulfonamide, and tetracycline resistance type (R-type ASSuT). We found that 32 isolates with the R-type ASSuT also contained the plasmid-mediated quinolone resistance (PMQR) gene qnrB. Three isolates harbored additional resistance genes to streptomycin-spectinomycin (aadA2), aminoglycosides [aph(3=)-I], sulfonamides (sul1), beta-lactams (bla SHV-12 ), and tetracyclines [tet(D)]. Future comparative analyses will advance our understanding of genome evolution and multidrug resistance in Salmonella enterica serovar I 4, [5] ,12:i:Ϫ.
Data availability. This whole-genome shotgun sequencing project has been deposited in DDBJ/EMBL/GenBank under the accession numbers shown in Table 1 . The raw sequencing reads have been submitted to the SRA database under the accession number SRP139298, and the BioProject accession number is PRJNA449363. The versions described in this paper are the first versions.
